Total RNA was isolated from untreated KG-1a and U937 cells, and PBMC derived from blood samples of two healthy adults (Supplementary Materials and Methods). Bars represent the means ± SD of ΔCt (SERCA2b-GUSB)/ΔCt (SERCA3-GUSB) ratios measured in 4 experiments performed in triplicate. *(p < 0.05), **(p < 0.01); Student's t test. 
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MATERIALS AND METHODS
Determination of hematopoietic cell surface markers
Aliquots of 5 × 10 5 cells were harvested, washed twice with PBS, and incubated for 45 min at room temperature with the following fluorophore-conjugated mouse monoclonal antibodies: CD34-APC, CD38-FITC (BioLegend, San Diego, CA, USA), CD14-FITC or CD11b-PE (eBioscience, San Diego, CA, USA). The cells were then washed three times with ice-cold PBS and resuspended in 1 ml of PBS. Analysis was performed using a Gallios (Beckman Coulter) or a FACSCanto II (BD Bioscience, San Jose, CA, USA) flow cytometer. Data processing was done by FlowJo software (FlowJo, Ashland, OR, USA). Isotype control mouse antibodies were used to set threshold parameters.
Cell cycle analysis
Following staining with CD14 or CD34/CD38 antibodies (see "Determination of hematopoietic cell surface markers by flow cytometry", Material and Methods), 1 × 10 6 PBMC or umbilical cord blood cells were fixed in 1% paraformaldehyde and kept at 4°C for 24 h. Cells were then washed thrice with PBS and incubated in PBS containing DNAse-free RNase (30 μg/ml) and 0.1% Triton X-100, for 60 min at room temperature. Cells were stained with propidium iodide (PI, 10 μg/ml, Sigma), for 15 min, and DNA histograms were analyzed using a FACSCanto II flow cytometer (BD Bioscience).
Real time quantitative RT-PCR
Total RNA was purified from cell cultures using RNA extraction kit (PerfectPure RNA Tissue Kit; 5 Prime, Gaithersburg, MD, USA) according to manufacturer's protocol. RNA quantification was carried out using a micro-volume spectrophotometer (NanoDrop, Wilmington, DE, USA). First-strand cDNA was generated by reverse transcriptase kit (qScript cDNA Synthesis Kit; QUANTA Biosciences, Gaithersburg, MD, USA) using oligo(dT) and random primers. Quantitative cDNA amplification was performed in a StepOne Real-Time PCR System (Thermo Fisher Scientific, Wilmington, DE, USA) using SYBR Green master mix (PerfeCTa SYBR Green FastMix; QUANTA Biosciences). The primer sequences used in this study were as follows: SERCA2b [ATP2A2; NCBI Gene ID 488 (forward: 5′-CGCTACCTCATCTCGTCCA-3′; reverse: 5′-TCGGGTATGGGGATTCAA-3′)]; SERCA3 [ATP2A3, NCBI Gene ID 489 (forward: 5′-CTCTGACTTGCCTG GTGGAG-3′; reverse: 5′-GGTGAACTCCTTCCGCA TCA-3′). Beta-glucuronidase (GUSB; NCBI Gene ID 2990) was used as a reference gene (forward: 5′-GTGGTGCG TAGGGACAAGAAC-′; reverse: 5′-TGAAGATGGTGAT CGCTCACAC-3′).
Measurements of mitochondrial Ca
2+ uptake by flow cytometry Cells (0.6 × 10 5 /ml) were suspended in 0.5 ml Ca 
